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Supplementary Figure 1. The histidine tag on Rep and UvrD is located far from active sites or potential dimer interfaces. (A)
. Rep helicase; (B), UvrD helicase. Each protein is presented as a ribbon diagram with the N-termini colored fuchsia. The green oval represents the likely position of the histidine tag on each enzyme. Images were generated using Biovia Discovery Studio using PDB files 1UAA for Rep and 2IS6 for UvrD. Table I . Equilibration forms of forks 2-4. The potential forms that forks 2-4 could adopt due to the central homologous core are presented. For clarity, only fork 2 is shown. For each experiment, the cleared cell lysates from 1L cultures were applied to the column. M, marker; L, column load; F, flow through; W, wash. C, The purified his-Rep/SSB complex has a stoichiometry of 1:1. Lanes shown are from the same gel, with intervening lanes removed for clarity. The amount of protein loaded in the his-Rep lane is 50% lower than that in the complex lane. To calculate the stoichiometry of proteins present, photographed gels were analyzed using the gel quantitation function of Fiji. The value in parentheses next to each protein name represents the area under the peak for each protein corrected for staining by Coomassie (determined by dividing the area by the MW). Using the same approach, the value for his-Rep only was 0.05, or 2.33-fold lower than that of his-Rep in the adjacent lane. For this analysis, only the lower band labeled SSB was used.
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